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AA834537 — AAA GCCCCATGGC 

AAA 0462 8 AAA GCCCCATGGC 

AA827B35 AGTTCTGAAA GCCCCATGGC 



AAB34537 
AA8Q4626 
AA827835 



AA834537 
AA804628 
AA827835 



AA834537 
AA804528 
AA827835 



AA834537 
AA804628 
AA827935 



AA834S37 
AA904G28 
AA827835 



AA834537 
AA8O4e20 
AA62783S 



AAB34537 
AA804$2B 
AA827035 



AAB34S37 
AA804628 
AA827835 



51 

AdCTTGTACT CGGABTACCT 
AGCTTGTACT CGGAGTACCT 
AGCTTGTACT CGGAGTACCT 



CCCAGCAGGC 
CCCAGCACIGC 
CCCAGCA(!GC 



GAACCCO^AC 
GAACCCCiiAC 
GAACCCG iAC 



101 

TTATACCAAG 
TTATACCAAG 
TTATACCAAG 

131 

CCTCGOCATT 
CCTCGGCCTT 
GCTCGGCCTT 



GAGACGCTGG 
GAGACGCTGG 
GAGACGCTGG 



CATCGTCATC 
CATCGTCATC 
CATCGTCATC 



AAACGCA(5GA 
AAACGCAI3GA 
AAACGCAIiGA 



201 

CTGGTGCTCA TTGCGGTGGC 
CTGGTGCTCA TTGCGGTGGC 
CTGGTGCTCA TTGCGGTGGC 

2S1 

CCTGTTTCTG GGCAACCTGG 
CCTGTTTCTG GGCAACCTGG 
CCTGITTCTG GGCAACCTGG 

301 

TCGTAGCCAA TACCTTGCTC 
TCGTAGCCAA TACCTTGCTC 
TCGTAGCCAA TACCTTGCTC 



CTCTGTT 3CG 
CTCTGTT 3CG 
CTCTGTT 5CG 



CCGAAACAGC 
CCGAAACKOC 
CCGAAAC \GC 



CCGCCTCrGA 
CCGCCTCCGA 
CCGCCTCCGA 



TCTGGCTCTG 
TCTGGClCTG 
TCTGGCXCTG 



351 

GTGCAGTGGT TTGCCCGGGA CGGTCTC 
GTGCAGTGGT TTGCCCGGGA C— 
GTGCAGTGGT TTGCCCGGGA 



401 

GTCTTCAGCC TCCTGGCCAT 



CGCCATT GAG 



451 

AA834537 GG 
AA604626 — 
AA827935 — 



50 

CTCTpAGCCC CACCATGGGC 
CTCTGAGCCC CACCATGGGC 
CTCTjSAGCCC CACCATGGGC 

! 100 
AAGGfTCCAGG AACACTATAA 
AAGG|TCCAGG AACACTATAA 
AAGGfTCCAGG AACACTATAA 



GACdACCTCC 

gacgIacctcc 
:c 




150 

CGCCAGGTGG 
CGCCAGGTGG 
CGCCAGGTGG 

200 

GGAAAACCTT 
GGAAAACCTT 
GGAAAACCTT 



I 



2S0 

AAGtTCCACT CGGCAATGTA 
AAGTTCCACT CGGCAATGTA 
AAGTTCCACT CGGCAATGTA 



i 

rcr^ci 



TCT^CTGGCA 
TCTACTGGCA 
TCTJ^CTGGCA 

i 

tcaAgctgag 

TCA<pGCTGAG 
TCACGCTGAG 



300 

GGCGTGGCCT 
GGCGTGGCCT 
GGCGTGG . CT 

350 

GCTGACGCCT 
GCTGACGCCT 
GCTGACGCCT 

400 



;CCT TCA^CACGCT CtCGGCCTCT 



:cacgi 



450 

CGCCACGTGG CCATTGCAAA 



I 

I 

I 

I 
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a a x. * s s r 



TTTCGGGQTACCGGGGTCGTCCGdAGACTCGGGGTGGTACCCGTCGAACATGAGCCTCAT 



LNPNKVQBKY 



CCTQIULCCCCWU^QGTCX^ AAXTATACCAAQGAGACGCMGfcAACGCA 



€1 



121 



181 



241 



GGAC 



CAGGTCCTTGTGAT* TTAATATGGTTCCTCTGCGACCTTTGCGT 



KTT 9 R Q V A S 



flGAGAOTACCTCCCaCCAaCTGOCCrcoaCC TTCATCQ PCATCCTCTOTOGCGCCATTQT 



CCTCTGCTGOAGGGCGGTCCAdCGGAGGCGC lAAGTAGCAGTAGdAGACAACGCGGTAACA 



VBNLLVLIAV 



GaTGGAAAACCTTCTGGTGCTCA'rrOCGGK IGCCCGAR ACAGCfcAGTTCCACTCGGCAAT 



CC2aCCTTTTGGAAGACCACGAGTAACGCCA< iCGCGCn TGTCGTTCAAGGTGAGCI 



TLFLGWIiAAS 
GTACCTffTOTCTGGGCAACCTC 



DLllAGVAFVA 
GGCCGCCTCfccaATCTAdTGaCAflacaTaGCCTTCGTAGC 



CATGGAGAAAGACCCGTTGGACCGGCGGAG ^CTAGATGACCGTCCGCACCGGAAGCAT CG 



WTLtiflGSVTl. 
CAATACCTTGCTCtfCrGGCTCTGTCACGCT 



301 -- + + - — 

GTTATGGAACGAGAGACCGAGACAGTGCGACTCC 



s 



EGSAFITL3A 
GGAGdGCTCTGCCTTCATCACGCTCTCGGCjCTCTQT 



361 



421 



CCTCCCGAGACGGAAGt AGTGCGAGAGCCG GftGA< 



E R H V A I ARVK 
TGAGGGCGACGTQGCCATTGCCAAGGrCAAflCTQTAti 



L L I* I G A S 
CCTTCTGCTCATCGGGGC 
481 +- 



W h I 



-O— W— N— G— L~G- K- L -E— A 



541 



601 



KYVtiCVVTIP 



Y T 



P I V 



a a n 



K S T L 



T Q 



L C G A 1 V 



S K P H 9 A M 



2CGTIA 



RLTPVQWPA* 
rAGGCTGACGCCTGTQCAGTGGTTTGCCCG 

i. + + ---+ 

CGGACACGTCACCAAACGGGC 



:gac|g' 




S L L A I A I 
CAGCCTCCTGGCCATCGCCAT 



TCGGAGGACCGGTAGCGGTA 



S D K S C R K 
IGGAGCGACAAGAGCTGCCOGA? 



ACTCGCGGTG^CCGGTAACGGtTCCAGTTCGACATACCGTCGCTGTTCTCGACGGCGTA 



SLVLGGLPIL 



CCTCGTGGCTCAT CTCGCTOb'PCCTCGGTGGCCTGCCCATCCT 



r 



CGAAGACGAGTAGCCCCGGAGCACCGAGTJ lGAGCGACCAGGAGCCACCGGACGGGTAGGA 



_C_S T__V_L P L YAK 



tggctggaactgccmgqccacctcgaggoctgctcgactgxcotgcctctctacggcaa 

+ 4- + • + + 

AGCGACCTTGACGGACCCGGTGGAGCTCCtGACGAGCTGACAGGACGGAGAGAXGC^GTT 



S I 



60 



120 



180 



240 



300 



360 



420 



480 



S40 



600 



L A 



V A L 



GCATTATQTGGTCTGCGTGGTGACCATCTPCTCCArCATCCTGTTGGCGATCGTGGCCCT 

+ + J- — --r ±- + 

CGTAATACACGACACGCACCACTGGTAGA \GAGGTAGTAGOACAACCGGTAGCACCGGGA 



6*0 



YVRITCVVRfi 



S H A 



GXACGTGCGCATCTACTaCGTGGTCCOCr Cft kaCCACGCrGACATGaCCGCCCCOCAGAC 



□ 

p 
01 

w 
o 

» 

B R 

P5 S 

ru 

m 

ru 



GS1 



7ii 



791 



941 



001 



Ml 



1021 



1081 



1141 



CATGGACOCGTAGAT 



.TOACGCACCAGGCQAOl TCGGTGC^CTGTACCGGi 



LALLKTVTIV 
GCTAGCCCTGCTCAAGACGG1 



CGATCGGGACGAGTTCTGCCAGTGGTAGCAC QftTCCGG W3AAATAGCAGACGACCGACOO 



A F 0 ZLtiLDYA 
CGCCmCAGCATCCTCCTTCTGOAGTATCC^^ 



GCGGA^QTGGTAGGAQGAAGACCTGL^ACG^ACAGQQ^ 

K A S Y (*) fr x ,y 
CAAAGCCCACTAOrTXTTC 



$ T 



CGCCGTCTCCACC JCXGAATTOCCTGCXCAACCCCQXCATCTA 



GTTTCGGGTGATGRAAftAGCGGCAGAGGTGC IGACTXAAGGGACGAGTTGGGGCAGTAGAT 



TWRSRDLRRS 



CAafrCGCGCAGCCGGaAeCTGCGGCMGAOGTGCOT 



GTGCACCGCGTCGGCCCTGGACGCCGCCCTl 2CACGAAG CdGGCGACGTNACGACCGCCGG 



GVGVQGRRRO 



GGGGGTGGGGGXGCAAGGACGGAGGCGGGG ^GGACGCCGGGCCACGACCTCCTGCCACT 



CCCCCACCCCCACGTTCCTGCCt CCGCCCC 3' 



R 3 8 S9LERGMHW 
C COCAO CTCCAGCTCCCTGGAGAGGGGCAt)3CACATG( 



GGOGTCGAGGXCQAGGGACCTCTCCCCGT 



a n t v v 



CAXGOAAAGGCGACTGGGTGACCCCAAAT* . 



GTACCTTTCCGGTGACCCACXGGGGTTTA'] 1 



D M A A P Q T 



L G V 



CGGGGCGTCTG 



T I V C W L P 



CPVH3CPILY 
TCC 



L H 3 



Zi L N P V I Y 



VXiRPtiQCWRP 



CXI GSBLliPZi 



ICCCTOG<!g© 



:CCGGTGGTGGAGGACGGTGA 



T S P T P L S 
SCCACGXCACCCACGTTTCTGGA 



1TA CGTGTAciGGTGCAG' 



rXGGGTGAAAAGACCX 



GGGCAACACGGMGTCTQAGGGTGGGGGXG GACCAACAACCAGGCCAGGGCA7ASGGGTX 



720 



780 



840 



900 



950 



1020 



1080 



1140 



1170 



i 



Figure 15B 

cDNA sequence of clone pC3-hedg4#36 encoding functional HEDG4 receptor protein. 

ATGGGCAGCTTGTACTCGGAGTACCTGAACCCCAACAAGGTCCAGGAACACTATAATTAT 

1 + + + + + + 60 

TACCCGTCGAACATGAGCCTCATGGACTTGGGGTTGTTCCAGGTCCTTGTGATATTAATA' 

ACCAAGGAGACGCTGGAAACGCAGGAGACGACCTCCCGCCAGGTGGCCTCGGCCTTCATC 
61 + + + + + + 120 

TGGTTCCTCTGCGACCTTTGCGTCCTCTGCTGGAGGGCGGTCCACCGGAGCCGGAAGTAG 

GTCATCCTCTGTTGCGCCATTGTGGTGGAAAACCTTCTGGTGCTCATTGCGGTGGCCCGA 

121 + + + + + + 180 

D CAGTAGGAGACAACGCGGTAACACCACCTTTTGGAAGACCACGAGTAACGCCACCGGGCT 

5 

£p AACAGCAAGTTCCACTCGGCAATGTACCTGTTTCTGGGCAACCTGGCCGCCTCCGATCTA 

181 + + + + + + 240 

U] TTGTCGTTCAAGGTGAGCCGTTACATGGACAAAGACCCGTTGGACCGGCGGAGGCTAGAT 

n 

be? 

%\ CTGGCAGGCGTGGCCTTCGTAGCCAATACCTTGCTCTCTGGCTCTGTCACGCTGAGGCTG 

241 + + + + + + 300 

q GACCGTCCGCACCGGAAGCATCGGTTATGGAACGAGAGACCGAGACAGTGCGACTCCGAC 

j3? ACGCCTGTGCAGTGGTTTGCCCGGGAGGGCTCTGCCTTCATCACGCTCTCGGCCTCTGTC 

J 301 + + --- + - + + 360 

UJ TGCGGACACGTCACCAAACGGGCCCTCCCGAGACGGAAGTAGTGCGAGAGCCGGAGACAG 

o 

fjj TTCAGCCTCCTGGCCATCGCCATTGAGCGCCACGTGGCCATTGCCAAGGTCAAGCTGTAT 

361 + + + + + + 420 

AAGTCGGAGGACCGGTAGCGGTAACTCGCGGTGCACCGGTAACGGTTCCAGTTCGACATA 

GGCAGCGACAAGAGCTGCCGCATGCTTCTGCTCATCGGGGCCTCGTGGCTCATCTCGCTG 

421 + + + + + + 480 

CCGTCGCTGTTCTCGACGGCGTACGAAGACGAGTAGCCCCGGAGCACCGAGTAGAGCGAC 

GTCCTCGGTGGCCTGCCCATCCTTGGCTGGAACTGCCTGGGCCACCTCGAGGCCTGCTCC 

481 + + + + + + 540 

CAGGAGCCACCGGACGGGTAGGAACCGACCTTGACGGACCCGGTGGAGCTCCGGACGAGG 

ACTGTCCTGCCTCTCTACGCCAAGCATTATGTGCTGTGCGTGGTGACCATCTTCTCCATC 

541 + + + + + + 600 

TGACAGGACGGAGAGATGCGGTTCGTAATACACGACACGCACCACTGGTAGAAGAGGTAG 

ATJCJCXGTTC^^ 



501 + + + + + + 660 

TAGGACAACCGGCAGCACCGGGACATGCACGCGTAGATGACGCACCAGGCGAGTTCGGTG 

GCTGACATGGCCGCCCCGCAGACGCTAGCCCTGCTCAAGACGGTCACCATCGTGCTAGGC 

661 + + + + + + 720 

CGAClTGXACCGGCGGGGCGTCTGCGATCGGGACGAGTTCTGCCAGTGGTAGCACGATCCG 



GTCTTTATCGTCTGCTGGCTGCCCGCCTTCAGCATCCTCCTTCTGGACTATGCCTGTCCC 
721 + + + + + + 780 



CAGAAATAGCAGACGACCGACGGGCGGAAGTCGTAGGAGGAAGACCTGATACGGACAGGG 

GTCCACTCCTGCCCGATCCTCTACAAAGCCCACTACCTTTTCGCCGTCTCCACCCTGAAT 
781 + + + + + + 840 

CAGGTGAGGACGGGCTAGGAGATGTTTCGGGTGATGGAAAAGCGGCAGAGGTGGGACTTA 

_ TGCCTGGTCAACCCGGTCATGTACACGTGGCGCAGCCGGGACCTGCGGCGGGAGGTGCTT 

841 + + + + + + 900 

AGGGACGAGTTGGGGCAGTAGATGTGCACCGCGTCGGCCCTGGACGCCGCCCTCCACGAA 

CGGCCGCTGCAGTGCTGGCGGCCGGGGGTGGGGGTGCAAGGACGGAGGCGGGGCGGGACC 
901 + + + + + + 960 

GCCGGCGACGTCACGACCGCCGGCCCCCACCCCCACGTTCCTGCCTCCGCCCCGCCCTGG 

CCGGGCCACCACCTCCTGCCACTCCGCAGCTCCAGCTCCCTGGAGAGGGGCATGCACATG 

M= 961 + + + + + + 1020 

P GGCCCGGTGGTGGAGGACGGTGAGGCGTCGAGGTCGAGGGACCTCTCCCCGTACGTGTAC 

P 

£~j CCCACGTCACCCACGTTTCTGGAGGGCAACACGGTGGTCTGA 

P 1021 + + + + 1062 

72 GGGTGCAGTGGGTGCAAAGACCTCCCGTTGTGCCACCAGACT 



ru 
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m 



FIGURE 16* A 



1 MG3tiYSEYLN PNKVQ2HYNY 

51 NLLVLIAVAR N3KFSSAMYL 

101 rPVQWAREG SAPITLSASV FSLIAIAtEfc HVAlj&KVKL' 

151 IiISASWIiXSL VLGGLPILGW 



201 IliXiAXVALYV RJYCWRSSH ADMAAPQftA tiliKTjVTIVLG 
251 SILLLDYACP VHSCTIliYKA K^AVStLN SLLOTVXXXW 



VFIVCWLPAP 
ROTWttSVt. 

3 01 RPLQCWRPGV GVQGRRRGGT POHHLLPtiRS SSSZjSROWHM PTSPtFLEGN 



TKBTLBTdET TSRQVASAFI VHjCCBIWE 
FLGNLAASDIi XAGVaFVANT LLSG0VTLRL 
,Y GSDKSCRMIiL 
NCIiOHLEACS TVLPOJYAKHY VLCWTIFSI 



351 TW* 

Conserved features of G-protein coupled 
IT- terminal extracellular dotaaia: 
TM-Ii 

Intracellular loop 1: 
rM-IIi 

Extracellular loop 1: 
TM-IIIi 

Intracellular loop 2: 

Extracellular loop 2: 
TM-V: 

Intracellular loop 3 s 

TM-VT: 

Extracellular loop 3: 
TM-VII : 

c- terminal cytoplasmic domain: 



Potential poet -transcriptional modi£ic4tion sit 
N-glycosylation: Residues 19 
Phosphorylation: Residues 142, 145, 
Kyristylations Residues i4l|, 316 



receptcrs 

Residue a 

Residue s 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 

Residues 



see; 

il9, 289,333, 345 



include: 
1 - 3G 
37 - S7 
58 - 68 
69 - 92 . 
93 - 111 
112 - 130 
131 - 149 

150 - iea 
1« - 185 
186 - 210 
211 - 232 
233 - 254 
255 - 266 
267 - 2S5 
286 - 353 



Figure 16B 

r 

Predicted amino acid sequence of HEDG4 polypeptide encoded by pC3-hedg4#36. 



1 MGSLYSEYLN PNKVQEHYNY TKETLETQET TSRQVASAFI VILCCAIWE 



51 NLLVL I AVAR NSKFHSAMYL FLGNLAASDL LAGVAFVANT LLSGSVTLRL 



101 TPVQWFAREG SAFITLSASV FSLLAIAIER HVAIAKVKLY GSDKSCRMLL 



151 LIGASWLISL VLGGLPILGW NCLGHLEACS TVLPLYAKHY VLCWTIFSI 



201 ILLAWALYV RIYCWRSSH ADMAAPQTLA LLKTVTIVLG VFIVCWLPAF 



251 SILLLDYACP VHSCPILYKA HYJLFAVSTLN SLLNPVIYTW RSRDLRREVL 



301 RPLQCWRPGV GVQGRRRGGT PGHHLLPLRS SSSLERGMHM PTSPTFLEGN 



351 TW 



ft! 

m 

Q 



Human 
(tot) 
Human 
Rat 
Human 
Rat 

Rat 

Human 

Rat 

Human 

Rat 

Human 

Rat 

Human 

Rat 



\ ■. ' ..: J 



FIGURE 17 



X MOSLYSEYLNPiOCVQEKYSnrrKE' 

I! IMIMII IIIIIIIIIHM 

X 



MGGLYSBYliNPEKVQSH)fNYTKSTLI IMQBTPSR 



ITLBTOETTSRPVASAFIVILCGAIVVB SO 

lllllhllllllll! 

■ASAFIIILCGMWE 50 



SX NLLVL IAVARNS KFHSAMYLFLGNIiAA5DI 

MMMIMMIMIMMMIMI 

SX mjVLXAVATOSIOraSAMYLFIXSNIJ^ 100 



XOX TPVQWFARBGSAFITLSASVFSUA£aIE 

IMUMMMMMMMMII 

101 TPLQWFAraGSAPITLSA5VPSLlA±AIS) 



151 liIGASWLISliVLOGtiPILGWNCLG5£ iaACSTVXJPLYAKHYVLCVVTlFSI 200 



immmmmmmmmm 



151 LiaASWLrSLIIiGQLPILGWNCtDH ^ACSTVliPLYAKHYVLCWTIFSV 200 



201 ILlAIVALVVRIYCVVRSSHADMAAp 1 

MMIU1IIIM I I f I I I I I * 
201 ILLAIVAIiYVRI YTWRSSHADVAG&Q' 



251 SIUirJJYACPVHSCPILYXAH^R 

MINI III .Ihlilliril 

251 SIIiliLDSTCPVRACPVLYKAHYFF; 



RPLQCWRPGVGVQGRRRGGTPGHHL LPtiRSSS 



3 01 

riu 1 1 i mi in i 

301 RPIiLCWRQGKGATG 



351 TW* 353 

Ml 

330 TW* 352 



DLLAJG^AFVAmOiLSGSVTLRL 100 

1 1 1 1 1 1 i 1 1 1 1 M i II! 




iYGSDKSCRMLL ISO 

lltllllh 

iYGSDKSCRHLM 150 



MM 



1 1 1 1 i 1 1 1 1 1 1 i 1 1 1 1 




XVLGVFI VCWLP AT 250 

MMMMMMM 

IVLGVFIICWIiPAF 250 



'A TSTLNSLliNPVIYTWRSRDLRRiJVXi 300 

I ^1 1 1 1 1 ( 1 1 1 1 1 1 M H 1 1 1 1 1 1 ! 

•A^AraWSliNPVlYTWRSRDLBREVL 300 



li 



I IiElRGMHMPTS PTFLEGN 350 

Ml Ml 

349 



KR.GQNPGHRl|LPl4R33 Si IiERGliHMPTS PTSTiEGN 



1. 



Figure 17B 



Alignment of HEDG4 with pC3-hed g 4#36 translation product and rat H218 
(REDG4). Differences between pC3-hedg4#36 translation product and previously 
determined HEDG4 polypeptide are indicated in reverse text. Differences between rat 
and human -edg<4 polypeptide sequences are shown in bold; shaded text 
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HEDG4 
HEDG4&36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



HEDG4 
HEDG4#36 
REDG4 



1 50 
MGSLYSEYLN PNKVQEHYNY TKETLETQET TSRQVASAFI VILCCAIWE 
MGSLYSEYLN PNKVQEHYNY TKETLETQET TSRQVASAFI VILCCAIWE 

mgIlyseyln pekvqehyny tketlmqet |sr|vasafi |ilccaiwe 

51 100 
NLLVL I AVAR NSKFHSAMYL FLGNLAASDL LAGVAFVANT LLSGSVTLRL 
NLLVLIAVAR NSKFHSAMYL FLGNLAASDL LAGVAFVANT LLSGSVTLRL 
NLLVL I AVAR NSKFHSAMYL FLGNLAASDL LAGVAFVANT LLSGIvTLIl 



101 150 
TPVQWFAREG SAFITLSASV FSLLAIAIER HVAIAKVKLY GSDKSCRMLL 
TPVQWFAREG SAFITLSASV FSLLAIAIER HVAIAKVKLY GSDKSCRMLL 
TP|QWFAREG SAFITLSASV FSLLAIAIER gVAIAKVKLY GSDKSCRMLM 

151 200 

LIGASWLISL VLGGLPILGW NCLGHLEACS TVLPLYAKHY VLCWTIFSI 

LIGASWLISL VLGGLPILGW NCLGHLEACS TVLPLYAKHY VLCWTIFSI 

LIGASWLISL fLGGLPILGW NCL§HLEACS TVLPLYAKHY VLCWTIFSlI 

201 250 
ILLAWALYV RIYCWRSSH ADMAAPQTLA LLKTVTIVLG VFIVCWLPAF 
ILLAWALYV RIYCWRSSH ADMAAPQTLA LLKTVTIVLG VFIVCWLPAF 
ILLAIVALYV RIYFWRSSH ADVAgPQTLA LLKTVTIVLG VFIfCWLPAF 

251 300 
SILLLDYACP VHSCPILYKA HYXFAVSTLN SLLNPVIYTW RSRDLRREVL 
SILLLDYACP VHSCPILYKA HY|FAVSTLN SLLNPVIYTW RSRDLRREVL 
SILLLD§$CP vgCPfLYKA HY|FAflTLN SLLNPVIYTW RSRDLRREVL 

301 350 

RPLQCWRPGV GVQGRRRGGT PGHHLLPLRS SSSLERGMHM PTSPTFLEGN 

RPLQCWRPGV GVQGRRRGGT PGHHLLPLRS SSSLERGMHM PTSPTFLEGN 

RPL§CWR§iG| G|gG|RRGGN PGH$LLPLRS SSSLERGBHM PTSPTFLEGN 



351 
HEDG4 TW- 
HEDG4#36 TW~ 
REDG4 TW- 




i 



Figure 21. Human Edg-6 Amino Acid Sequence. 

MVIMGQCYYNETIGFFYNNSGKELSSHWR 
X + + + + + + 60 

\ 

MlFHQPIYYIiLGNLAAADLFAGVAYLFLMFHTGPRTARLSLEGWFLRQGLLDTSLTASVA 

TLLAIAVERHRSVMAVQLHSRLPRGRVVMLIVGVWV^ 
121 + + + + + + 180 

MAPLLSRS YLAVWALS S LLVFLLMVAVYTR I FF YVRRRVQRMAEHVS CHPRYRETTLS LV 
181 + + + + + + 240 



m 
O 



ru 
ru 

Q 

ru 



KTWIILGAFWCWTPGQVVLLLDGLGCESCNVLAVEKYFLLLAEANSLVNAAVYSCRDA 
24i + + + + + + 300 

EMRRTFRRLLCCACLRQSTRESVHYTSSAQGGASTRIMLPENGHPLMDSTL* 
301 + + + + + " 352 



Figure 22. Human Edg-6 Sequence 

ATGGTCATCATGGGCCAGTGCTACTACAACGAGACCATCGGCTTCTTCTATAACAACAGT 

1 + + + + + + 6j) 

TACCAGTAGTACCCGGTCACGATGATGTTGCTCTGGTAGCCGAAGAAGATATTGTTGTCA 

GGCAAAGAGCTCAGCTCCCACTGGQGG^CCAAGGATGTGGTCGTC 



61 + + + + + + 120 

CCGTTTCTCGAGTCGAGGGTGACCGCCGGGTTCCTACACCAGCACCACCGTGACCCCGAC 

ACCGTCAGCGTGCTGGTGCTGCTGACCAATCTGCTGGTCATAGCAGCCATCGCCTCCAAC 

121 + + + + + + 180 

TGGCAGTCGCACGACCACGACGACTGGTTAGACGACCAGTATCGTCGGTAGCGGAGGTTG • 

CGCCGCTTCCACCAGCCCATCTACTACCTGCTCGGCAATCTGGCCGCGGCTGACCTCTTC 

181 + + + + + + 240 

GCGGCGAAGGTGGTCGGGTAGATGATGGACGAGCCGTTAGACCGGCGCCGACTGGAGAAG 



P GCGGGCGTGGCCTACCTCTTCCTCATGTTCCACACTGGTCCCCGCACAGCCCGACTTTCA 

GO 241 + + + + + + 300 

J- CGCCCGCACCGGATGGAGAAGGAGTACAAGGTGTGACCAGGGGCGTGTCGGGCTGAAAGT 

yi 

Q CTTGAGGGCTGGTTCCTGCGGCAGGGCTTGCTGGACACAAGCCTCACTGCGTCGGTGGCC 

301 + + + + + + 360 

GAACTCCCGACCAAGGACGCCGTCCCGAACGACCTGTGTTCGGAGTGACGCAGCCACCGG 



s 

S; ACACTGCTGGCCATCGCCGTGGAGCGGCACCGCAGTGTGATGGCCGTGCAGCTGCACAGC 

PJ 361 + + + + '---- + + 420 

itJ TGTGACGACCGGTAGCGGCACCTCGCCGTGGCGTCACACTACCGGCACGTCGACGTGTCG 

£0 

O CGCCTGCCCCGTGGCCGCGTGGTCATGCTCATTGTGGGCGTGTGGGTGGCTGCCCTGGGC 

fjj 421 + + + + + + 480 

GCGGACGGGGCACCGGCGCACCAGTACGAGTT^ACACCCGCACACCCACCGACGGGACCCG 

CTGGGGCTGCTGCCTGCCCACTCCTGGCACTGCCTCTGTGCCCTGGACCGCTGCTCACGC 

481 + + + + + + 540 

GACCCCGACGACGGACGGGTGAGGACCGTGACGGAGACACGGGACCTGGCGACGAGTGCG 

ATGGCACCCCTGCTCAGCCGCTCCTATTTGGCCGTCTGGGCTCTGTCGAGCCTGCTTGTC 

541 + + + + + + 600 

TACCGTGGGGACGAGTCGGCGAGGATAAACCGGCAGACCCGAGACAGCTCGGACGAACAG 

TTCCTGCTCATGGTGGCTGTGTACACCCGCATTTTCTTCTACGTGCGGCGGCGAGTGCAG 

601 + + + + + + 660 

AAGGACGAGTACCACCGACACATGTGGGCGTAAAAGAAGATGCACGCCGCCGCTCACGTC 

CGCATGGCAGAGCATGTCAGCTGCCACCCCCGCTACCGAGAGACCACGCTCAGCCTGGTC 

661 + + + + + + 720 

GCGTACGGTCTGGTAGAGTGGAGGGTGGGGGGGATGGG-TG-TG-TGGTGGGAGTGGGAGGAG 



AAGACTGTTGTCATCATCCTGGGGGCGTTCGTGGTCTGCTGGACACCAGGCCAGGTGGTA 

721 + + + + + + 780 

TTCTGACAACAGTAGTAGGACCCCCGCAAGCACCAGACGACCTGTGGTCCGGTCCACCAT 
i 

CTGCTCCTGGATGGTTTAGGCTGTGAGTCCTGCAATGTCCTGGCTGTAGAAAAGTACTTC 

78a + + + + + + 840 

GACGAGGACCTACCAAATCCGACACTCAGGACGTTACAGGACCGACATCTTTTCATGAAG 



CTACTGcTGGCCGAGGCCAACTCACTGGTCAATGCTGCTGTGTACTCTTGCCGAGATGCT 
841 + + + + + + 90Q 

GATGACgACCGGCTCCGGTTGAGTGACCAGTTACGACGACACATGAGAACGGCTCTACGA 

GAGATGCGCCGCACCTTCCGCCGCCTTCTCTGCTGCGCGTGCCTCCGCCAGTCCACCCGC 

_ _ --901 + + + + + + 960 

CTCTACGCGGCGTGGAAGGCGGCGGAAGAGACGACGCGCACGGAGGCGGTCAGGTGGGCG 

GAGTCTGTCCACTATACATCCTCTGCCCAGGGAGGTGCCAGCACTCGCATCATGCTTCCC 
961 + + + + + + 102 

CTCAGACAGGTGATATGTAGGAGACGGGTCCCTCCACGGTCGTGAGCGTAGTACGAAGGG 

GAGAACGGCCACCCACTGATGGACTCCACCCTTTAG 

1021 + + + 1056 

CTCTTGCCGGTGGGTGACTACCTGAGGTGGGAAATC 
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